Single-crystal X-ray study T = 120 K Mean (C-C) = 0.004 Å R factor = 0.041 wR factor = 0.098 Data-to-parameter ratio = 7.8
The molecules of compound (I) (Fig. 1 ) are almost planar, as shown by the leading torsion angles (Table 1) ; the side chain between atoms N1 and O1 adopts a planar all-trans conformation, and the nitro group is nearly coplanar with the aryl ring. There is strong bond fixation in the side chain with very short N2-C11 and C12-O1 bonds, with no evidence for bond polarization in this fragment.
A single hydrogen bond (Table 2) links the molecules into chains; atom N1 in the molecule at (x, y, z) acts as hydrogenbond donor to atom O1 in the molecule at (À 1 2 + x, 1 2 À y, 1 2 + z), forming a C(6) chain running parallel to the [101] direction and generated by the n-glide plane at y = 0.25 (Fig. 2) . Two such chains pass through each unit cell, but there are no direction-specific interactions between adjacent chains.
Experimental
Compound (I) was prepared by heating under reflux for 1 h a solution of glyoxal (1 mmol as a 40% aqueous solution) and 3-nitrophenylhydrazine (1 mmol) in methanol (40 ml). The mixture was cooled to ambient temperature and the solvent was removed under reduced pressure. The residue was crystallized from ethanol to yield crystals suitable for single-crystal X-ray diffraction. Table 1 Selected geometric parameters (Å , ).
Crystal data
Table 2 Hydrogen-bond geometry (Å , ).
All H atoms were located in difference maps and then treated as riding atoms, with C-H = 0.95 Å and N-H = 0.88 Å , and with U iso (H) = 1.2U eq (C,N). In the absence of significant anomalous dispersion the Flack (1983) parameter was indeterminate and it was not possible to determine the correct orientation of the structure with respect to the polar axis directions. Accordingly, the Friedel-equivalent reflections were merged prior to the final refinement.
Data collection: COLLECT (Hooft, 1999 ); cell refinement: DENZO (Otwinowski & Minor, 1997) and COLLECT; data reduction: DENZO and COLLECT; program(s) used to solve structure: OSCAIL (McArdle, 2003) and SHELXS97 (Sheldrick, 1997); program(s) used to refine structure: OSCAIL and SHELXL97 (Sheldrick, 1997); molecular graphics: PLATON (Spek, 2003); software used to prepare material for publication: SHELXL97 and PRPKAPPA (Ferguson, 1999) .
X-ray data were collected at the EPSRC X-ray Crystallographic Service, University of Southampton, England. The 
